Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.026; wR factor = 0.067; data-to-parameter ratio = 10.2.
Related literature
4-Hydroxy-5H-furan-2-one (tetronic acid) forms a subclass of -hydroxybutenolides with a generic structure, see: Haynes & Plimmer (1960) . A great number of these compounds and their metabolites are found in many natural products and exhibit a wide array of biological properties, see: Sodeoka et al. (2001) . For related structures, see: Ma et al. (2004) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry code: (i) x; y; z À 1.
Data collection: CrysAlis CCD (Oxford Diffraction, 2008); cell refinement: CrysAlis RED (Oxford Diffraction, 2008); data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXL97; software used to prepare material for publication: SHELXL97 and publCIF (Westrip, 2009) .
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: BX2226). Comment 4-hydroxy-5H-furan-2-one (Tetronic acid) form a subclass of β-hydroxybutenolides with the generic structure (Haynes & Plimmer, 1960) . The best known members of this family are vitamin C (ascorbic acid) and pennicillic acid. A great number of these compounds and their metabolites are found in many natural products, which exhibit a wide array of biological properties (Sodeoka et al., 2001) . In the present study, the title comound (I) has been determined as product of double-molecular ring closure of monochloroacetic acid which is halo-substituted tetronic acid.
Structure Reports Online
The molecular structure is depicted in Fig. 1 . Bond lengths and angles are in good agreement with previous reported for similar compounds (Ma et al., 2004) . The crystal structure is stabilized by O-H···O hydrogen bonding and the molecules are linked in an infinite chain along the c axis, with graph-set motifs C(6) through O-H··· O hydrogen bonds (Bernstein et al., 1995) (Fig. 2 , Table 1 ).
Experimental
All reagents and solvents were used as obtained commercially without further purification. To a stirred solution of monochloroacetic acid(2 mmol, 137µL) in 5 mL dry THF is added sodium(1 mmol, 23 mg) under N 2 . After the solution has been stirred at room temperature for 24 h, the resulting pale yellow solution was kept in darkness for four days, yellow well formed block-shaped crystals were obtained.
Refinement
The aromatic H atoms were generated geometrically (C-H 0.93 Å) and were allowed to ride on their parent atoms in the riding model approximations, with their temperature factors set to 1.2 times those of the parent atoms. The position and U eq of the hydroxyl H atom were refined with O-H distance restrained to 0.85 Å. Fig. 1 . A view of the molecular structure of (I), with the atom-numbering scheme. Displacement ellipsoids are drawn at the 30% probability label and H atoms are shown as small spheres of arbitrary radii. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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